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BLAST 



Basic Local Alignment Search Tool 



Edit and Resubmit I 




Formatting pptlons Download 



Blast 2 sequences 

STRAD comparison 

Results for: . 

|refINP_001003787.1 STE20 -relatBd kinase ad apte r protei n alph a i so for m 1 [Homo sapien s ] >gi| 7 475 90 34| sp|Q7RTN6.1|STRA A„...(43l3a)MI 
Your Blj^Sf job speciied more than one input sequence, tliis box lets you choose which input sequence to show BLAST results for. 

Query ID 

ai [51242955 | reflNP 001003787.1| 
gi|51242955|ref|NP_001003787.1| 
Description 

STE20-related Itinase adapter protein alpha Isoform 1 [Homo sapiens] >gi|74759034isp|Q7RTN6.11STFiAA_HUMAN RecName: 
Full=STE20-related kinase adapter protein alpha; Short=STRAD alpha; AltName: Full=STE20-related adapter protein; AltName: 
Full=Serologically defined Iweast cancer antigen NY-BR-96 >gi|34494889|1pglDAA01 797.1] TPA_exp: STE20-related adaptor protein 
[Homo sapiens] >gi|1 19614691 |gb|EAW94285. 1 ] protein kinase LYK5, isolbmi CRA_c [Homo sapiens] 

Molecule type 
amino acid 

Query Length 
431 



Subject ID 

4 subjects 
Description 
Molecule type 

Subject Length 

n/a 

Program 

BLASTP 2.2.24-»- Citation 



Reference 

Stephen F. Altschul, Thomas L, Madden, Alejandro A, Schaffer, Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
'Gapped BLAST and PSI-BLAST: a new generation Of protein database search programs", Nudeic Acids Res. 25:3389-3402. 

Reference - compos ilional score matrix adjustment 

Stephen F. AHschul, John C. Wootton, E. Michael Gerlz. Rlcha Agatwaia, Aleksandr Morgulis, Alejandro A. SchSffer, and Yl-Kuo Yu (2005) 
"Protein database searches using compositionally adjusted substitution matrices", FEBS J. 272:5101-5109. 
Other reports: Search Summar/ fTaxonomv reoortsl rPlstanoe tree of rBsultsl iMullioie aiianmenti 



Search I 



I Parameters 



Search parameter name Search parameter value 



Program blastp 
Word size 3 



Expect value 10 
Hitlist size 100 
Gapcosts 11,1 



Matrix BLOSUM62 
Filter string F 



GeneHc Code 1 

Window Size 40 

Threshold 11 

Composition-based stats 2 



Karlln-, 



Params Ungapped Gapped 



Umbda 0.318619 0.267 
K 0.13404 0.041 

H 0.398234 0.14 



Results Statistics 



Results Statistics parameter name Results Statistics parameter value 

Effective search space ' 144800 



http://blast.ncbi.nlm.mh.gov/Blast.cgi 
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Graphic Summary 

Distribution of 4 Biast Hits on tiie Query Sequence 



An overwew of the database sequences aligned to the query sequence is shown. The score of each alignment is indicated by one of five 
dWeremcolore which divides the range of scores into five groups, Multiple alignments on the same database sequence are connected by a 
Sd nri^ou^k^Q OTO a hi se^^^^ the deflnifcn and score to be shown in the window at the top, cliclcina on a hit sequence takes 

. f^sX^^XZ llgnS S^S: This graphic is an overview of database sequences « ^J^^^^^^^^^^^ ^'^ 
color-coded by score, within one of five scwe ranges. Multiple alignments on the same database sequence are connected by a dashed line. _ 
Mousing over an alignment shows the alignment definition and sc - 



e in the box at the lop. Clicking an alignment displays the alignment detail. 



Color key for alignment scores 




http ://blast. ncbi . nlm.mh. go v/B last, cgi 
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Descriptions 

Legend for links to either 



£3 UniGene E GEO H Gene ^ Structure El Map Viewer ii PubChem BioAssay 
Sequences producing Bii " ' ' 



Accession Description 



Max Total Query E Linlfs 
score score coverage value 



PREDICTED: si 



ar to protein kii 



se LYK5 isoform 2 Isoform 1 {Canls familiaris] 



ST£20-reiated kinase adapter protein alphia [Bos taurus] 
>gi!240849233|rat|NP_001155356.1i STE20-related kinase adapter protein alpha 
[Ovis aries] >gi|7507(XM2|splQ5E9J9.1ISTRAA_BOVIN RecName: Full=.STE20- 
related kinase adapter protein aiptia; Short=STRAD alpha; AltName: Full=STe20- 
related adapter protein >gi|59e58207|gb|AAX0e938.1 1 protein kinase LYK5 isoform 
4 [Bos tauois] >gj|238566930|gb|ACR46653.1t STRADA [Ovis arlBs] 
>gi|2964762451gb|DAA18360.1| STE20-related kinase adapter protein alpha [Bos 748 
taurus] >reflNP_001 1 55356.1 j STE20-related kinase adapter protein alpha [Ovis 
aries] >sp|Q5E9J9.1 |STRAA_BOVIN RecName: Fuli=STE2(}HPSlat»d kinase 
adapter protean alpha; Shon=STRAD alpha; AltName: Full=STE2&Tetatsd adapter 
protein >gb|AAX08938.1| protein kinase LYK5 Isoform 4 [Bostaunis] 
>gb|ACR46653.1| STRADA [Ovis aries] >gb|DAA18360.1| STE20-relatBd kinase 
adapter protein alpha [Bos taurus] 

STE20-retated kinase adapter protein alpha [Mus nuiscuiuS] 
>gi|12847582|dbj|BAB27628.1| unnamed protein product ^us musculUS] 
>gi|33638094|gb|AAQ24157.1| protein kinase LYK5 splice variant 1 [Mus 
musculus] >gi|351929e4|gb|AAH58517.1| RIKEN cDNA 261 DDI 9A05 gone [Mus 
musculus] >gi|117616946|gb|ABK42491.1| STLK5 [synthetic constmct] 
>gl|123243203|emb|CAM27017.1| novel protein [Mus musculus) 
>gl|l48702325|gb|EDL34272.1| RIKEN cONA 2610019A05, iSOform CRA_b [Mus 
musculus] >gi|148702326|gb|EDL34273.1| RIKEN cDNA2610019A0S, Isofbmi jZg 
CRA_b [Mus musculus] >dbj|BAB27626.1 1 unnamed protein product [Mus 
musculus] >gb|AAQ24157.1 1 protein kinase LYK5 splice variant 1 [Mus muscuius] 
>gblAAH5651 7. 1 j RIKEN cDNA 261 001 9A05 gene [Mus musculus] 
>gblABK42491 .1| STLK5 [synthetic constmct] >emb|CAH27017.1 j novel protein 
[Mus musculus] >gblEDL34272.1| RIKEN cDNA 261001 9A05, isoform CRA_b 
[Mus musculus] >gbIEDL34273.1| RIKEN cDNA 261001 9A05, isoform CRA_b 
[Mus musculus] 

STE20-related kinase adapter protein alpha [Rattus norvegkius] 
>gi|8igi2054|sp[Q7TNZ6.1|STRAA_RAT RecName; Full=STE20-related kinase 
adapter protein alpha; Short=STRAD alpha; AltName: Full=STE20-related adapter 
protein >gi|33087213|gb|AAP92S01.1 [ protein kinase LYK5 [Rattus nofvegicus] 75s 
>sp|Q7TrJZa,1|STRAA_f!AT RecName: Full=STE20-rBlaiBd kinase adapter protein 
alpha; Si)ort=STRAD alpha; AltNatne: Full-STE20-rBlated ad- ■ 
>gb|AAP92801.1| protein kinase LYK5 [Rattus non*eglcus] 



786 90% 0.0 



748 86% 0.0 



775 90% 0.0 



758 90% 



Alignments 



s.re£|XP_850260.l| PREDICTED: similar to protein kinase LYK5 isoform 2 isoform 1 

[Canis familiaris) 
Length-3 94 



GEHB 

[CaniE 


IDi 6 

lupu 


09377 STRADA | STE20-related kinase adaptor alpha 
s familiaris) 




Identities 


86 bits (2030), Expect = 0.0, Metliod; Compositional matrix adjust 
= 376/390 (97%), Positives = 381/390 (98%), Gaps = 0/390 (0%) 




42 


tndassesiasfskqevmssflpex3gcyelltvigkgfedumt™lahykptgeyvtvrr 
tn+assesias skqe+mssflpegg yellt-ugkgfedlmtvniarykptgeyvtvrr 
tnsassesiaslskqeimssflpeggryelltiigkgfedlmtvhlarykptgeyvtvrr 


101 


Sbjct 


5 


64 




102 


INLEACSNEMVTFLQGELHVSKLFNHPNIVPYRATFIADNELWWTSFMAYQSAKDLICT 
IMLBACSNEMVTFLQGELHVS KLF+ HPNI+ PYRATFIADNELMWTSFMAYGSAKDLICT 
INLEACSNEMVTFLQGELHVS KLFS HPNI LP YRATFIADNELWWTSFMAYGS AKDLICT 


161 


Sbjct 


65 


124 


Sbjct 


162 
125 


HFMDGMNELMAYILQGVLKfiiDYIHHMGYVHRSVICASHII.ISVDGKVYLSGLRSNLSMl 
HFMDGMNELAIAYILQGVLKALDYIHHMGYVKRSVKASHILIS DGKVYLSGLRSNLSMI 
HFMDGMHELAIAYILQGVLKAIjDYIHHMGYVKRSVKASHII.ISSDGKVYLSGLRSNLSM1 


221 
184 


Query 


222 


SHGQRQRWHDFPKYSVKVLPWLSPEVLQQNLQOYDAKSDIYSVGITACELANGHVPPKD 
SKGQRQRWHDFPKYSVKVLPWLSPEVLQQNLQGYDAKSDIYSVGITACELANGHVPFKD 
S HGQRQR WHDFPKYSVKVLPWLS PEVLQQNLQGYDAKSDIYSVGITACELANGHVPFKD 


281 


Sbjct 


185 


244 




282 


MPATQMLLEKLNGTVPCLLDTSTIPAEBLTMSPSRSVANSGLSDSLTTSTPRPSNGDSPS 
MPATQMLLEKLNGTVPCLLDTSTIPAEELTMS SRS ANSGLSDSL TSTPR SUGDSPS 
MPATQMLLEKLNGTVPCLLDTSTIPAEELTMSI'SRSAANSGLSDSLATSTPRTSNGDSPS 


341 


Sbjct 




304 


Query 


342 


HPYHRTFSPHFHHFVEQCLQRKPDARPSASTLLNHSFFKQIKRRASEALPELLRPVTPIT 
HPYKRTFSPHFHHFVEQCLQRHPD RPSASTLLNHSFFKQIKRRASEALPELLRPVTPIT 
HPYHRTFSPHFHHFVEQCI.QRNPDVRPSASTI.IjmSFFKQIKRRASKALPELIiRPVTPIT 




Sbjct 


305 


364 


Query 




mfegsqsqdhsgifglvtnleelevddwef 431 
nfegsq qdhsgifglvtnleelevddwef 





http://blast.ncbi.nlm.nih.gov/Blast.cgi 
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Sbjct 365 NFEGSQPQDHSGIFGIiVTNIjEELEVDDWEF 394 

>re£|lIP_001015603.l| PrMit'il STE20-relaCed kinase adapter protein alpha [Bos taurua] 
re£|OT_001155356.l| MMi STE20-related kinase adapter protein alpha [Ovis aries] 
sp I Q5E9 J9 . 1 i STRAA_B0VIN C3 RecName : Full =STE20- related kinase adapter protein alpha; Short=STRAD 

alpha; AltHatne: Full-STEJO-relaLed adapter protein 

El protein kinase LYK5 isoform 4 [Bos tourus] 
gb|ACE46653.1| E STRADA {Ovis aries] 

gb|DAAie360.1| STE20-related kinase adapter protein alpha [Bos taurus] 

Length=373 

J-related kinase adaptor alpha [Bos taurus] 



Query 59 MSSFLPEGGCYSLLTVIGKGFEDLMTVH3JU4YKPT3EYVTVmiiniEACSKEiyiVTFLQGE 118 

MSSFLPEGGCYELLTVIGKGFEDLMWHIARYKPTGEYVTVHRINLEACSNEMVTFLQGE 
Sbjct 1 MSSFLPEGGCYELLTVIGKGFEDmTVHIARyKPT3EYVTVHEINLEACSNEMVTFLQGE 60 

Query 119 LHVSKLFHHPNIVPYRATFIADKELWWTSFMAYGSAKDLICTHFMDGMHEIAIAYILQG 173 

LHVSKLF+HPNI+PY ATFIADNELVWVTSFMAYaSAKDLICTHFMDGM+ELAIAYILQG 
Sbjct 61 LHVSKLFSHPNILPYGATFIADNELWWTSFMAYGSAKDLICTHFMDGMSELAIAYILQG 120 

Query 179 VLKflLDYIHHMGYVHRSVKASHILISVDGKVYLSaLRSNLSMISHGQRQRWHDFPKYSV 233 

LKftlJjyiHHMGyVHRSVKftSH+LIS DGKVYLSaLRSNLSMISHGQRQRWHDFPKYS+ 
Sbjct 121 ALKAUJYIHHMGYVHRSVKASHVIilSAIIGKVYLSGLRSNLSMISHGQRQRWHDFPKYSI 180 

Query 239 KVLPWLSPEVLQQHLQGYDAKSDIYSVaiTACEIiANGHVPFKDKPATQMLLEKLNGTVPC 2 98 

KVLPWLSPEVLQQHLQGYDAKSDIYSVGITACELANGHVPFICriKPATQMLLEKLNGTVPC 
Sbjct 181 KVLPWLSPEVLQQNLQGYDAKSDIYSVGITACELAMGHVPFKDKFATQt^LEKLNG'J'VPC 240 

Query 299 LLDTSTIPAEELTMSPSRSVAHSGLSDSLTTSTPRPSNGDSPSHPYURTFSPHFHHFVEQ 3S8 

LLDTSTIPAEELTMS SRS ABSGLS+SL STPR SNGDSPSHPYHRTFSPHFHHFVEQ 
Sbjct 241 LLDTSTIPAEELTMSTSRSAANSGLSESIAPSTPRTSMGDSPSHPYHRTFSPHFHHFVEQ 300 

Query 359 CLQRNPDARPSASTLLHHSFFKQIKHHASEAI.PELLRPVTPITNFEGSQSQDHSGIFGLV 418 

CLQKNPD RPSASTLLNHSPFKQIKHEASEALPELLRPVTPIT FEG QSQDHSGIFGLV 
Sbjct 3 01 CLQRNPDWRPSASTLIjlHSPFKQIKRRASEALPELLRPVTPITTFEGRQSQDHSGIFGLV 360 

Query 419 TNLEELEVDDWEF 431 

TNLEELETODWEF 
Sbjct 3S1 TNLEELETODWEF 373 

>re£|HP_092402,l| t*J«^i''l STE20-related kinase adapter protein alpha [Mus mu^culus] 
dbj|EAB27e2e.l| S unnamed protein product [Mus musculus] 
gb|AA{J24157.1| S protein kinase LYKS splice variant 1 [Mus musculus] 
gb|AftKSe517 .11 H RIKEH cDNA 261OO19A0S gene [Mus musculus] 
gb|ABK42491.l| STUK5 [synthetic construct] 
einb|CAM27017 . l| IS novel protein [Mus, musculus] 

gb|BDL34272,l| IS RIKEN CDMA 2610019A05, isoform CRA_b [Mus musculus] 
gb|EDL34273 ,1| 13 RIKEK cDNA 2610019A05, isoform CRA_b [Mus musculus] 

Length=3 94 

:elated kinase adaptor alpha [Mus musculus! 



KQSVMSSFLPEGGCYELLTVIGKGFEDLMTVMLAEYKPTGEYVTVRR 
■■ -l+MSSFLPEGGCYELLT+IGKGFEDLMTVMIifiEyKPTGEYVTVRR 
;™SSFLPEGGCYELLTIIGKGFEDLMTVMIARYKPTGEYVTVRR 



lNbEACSNK.WT; 



'T.QGP.I.HVSKLFSHPHIVPYRATFIADNELWWTSFMAYGSAKDLIGT 124 

Query 162 HFMDGMNELAIAYILQGVLKALDYIHHMGYVHRSVKASHILISVDGKVYLSGLRSNLSMI 221 

HFMDGMKELAIAYILQGVLKALDYIHHMGYVHRSVKASHILIS DGKVYLSGLRSNLSMI 

Sbjct 125 HFMDGMNELAIAYILQGVLKALDYIHHMGYVHRSVKASHILISTDGKVYLSGLRSNLSMI 184 

Query 222 SHGQRQRWHDFPKYSVKVLPWLSPEVLQQNLQaYDAKSDIYSVGITACELAHGHVPFKD 281 
SHGQROR VHDFPKYS+KVLPWLSPEVLQQNLQGYDAKSDIYSVGITACELANGHVPFKD 

Sbjct 185 shgqrqravfidfpkysikvlpwlspevlqqhlqgydaksdiysvgitaceIjANGHVpfkd 244 

Query 282 MPATQMLLEKIiNGTVPCLLDTSTIPAEELTMSPSRSVANSGLSDSLTTSTPRPSHGDSPS 341 

MPATQMLLEKLNGTVPCLLDTSTIPAEELTMSPSRS+AN GL+DSL + RPSNGDSPS 

Sbjct 24S MPATfflflLLEKLNGTVPCLLDTSTIPAEELTMSPSRSIANPGIitlDSIiAAGSLRPSNGDSPS 3 04 



Query 342 
Sbjct 3 05 
Query 402 



HPYHRTFSPHFKHFVEQCLQRNPDARPSASTLLISIHSFFKOIKRRASEALPELLRPVTPIT 401 
HPYHRTFSPHFH+FVEQCLQRNPDARP+ASTLLNHSFFKQIKRHASEALPELLRPVTPIT 
HPYHRTFSPHFHNFVEQCLQRHPDARPKASTLLNHSFFKQIKERASEALPELLRPVTPIT 3S4 



NFEGSQSQDHSOIFGLVTNLE+LETODWEF 



http://blastncbi.nlm.nih.gov/Blast.cgi 
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>rer|NP_877972.l| ESSl STE20-related kinase adapter protein alpha [Rattus norvegicusl 
sp|Q7THZS.l|STRAA EAT H RecName : Full=STE20- related kinase adapter protein alpha; Short=STRAI> 

alpha; AltNaine; Full=STE20-related adapter protein 
gb|AAP92801.l| B protein kinase LYK5 fRattus norvegicus] 

Length=393 

CSHB IDi 303605 Strada | STB20-related kinase adaptor alpha [Rattus norvegicus] 
(10 or fewer PutaMed links) 

Score = 75B bits (1958), Expect = 0.0, Method: Compositional matrix adjust. 

identities = 362/390 (93%), Positives = 377/390 (97%T, Gaps - 1/390 (0%) 
Query 42 TM)ASSESIASFSKQBVMSSFLPE(MCYELLTVIGKGraDUm^^ 101 

H+ASSESIASFSK E+MSSFLPBGGCYELL+VIGKGFBDMTVK +EYKPTGEYVTVRR 
Sbjot S ANEASSESIASFSKPEIMSSFLPEGGCYELLSVIGKGFEDUmnSI-SRYKPTGEYVTVTLR 63 

Ouerv 102 INLEACSKEMVTFLQGELHVSKLPNHPNIVPYRATFIADKELWWTSFMAYGSAKDLICT 161 
guery lU^ iNLEACSNEMVTFLQQELHVSKLF+HPNIVPYHATFIADNELW VTSFMAYGSAKDLI T 
Sbjct 64 INLEACSNEMVTFLQQELHVSKLFSHPNIVPYRATFIADNBLWAVTSFMAYGSAKDLIGT 123 

Query 162 HF^mG^raEIAIAYILQGVLKALDYIHHMGYVHRSVKASHILISTOGKWLSGLRSK^ 221 

HFMDGM+ELAIAYILQGVLKALDYIHHMGYVHRSVKASHILIS DGKVYLSGLRSKLSMI 
Sbjct 124 HFroGMSKLAIAYILQOVLKALDYIHHMGYVHRSVlCRSHILISTDGKVyLSGLRSKLSMI 183 

Query 222 SHGQRQRVVHDFPKYSVKVLPWLSPEVUJQKLQQYnAKSDIYSVGITACEIANGHVP^ 281 
Uuery sHGQRQR VHDFPKYS+K\7LPWLSPEVLQQKLQGYDAKSDIYSVGITACELANGHVPFKD 

Sbjct 184 ifiS^QRAVHDFPKYSIKVLEWLSPEVLQQNLQGYDAKSDIYSVGITACELAHGHVPFKD 243 

Query 282 MPATQMLLEKLNGTVPCIXDTSTIPAEELTMSPSRSVMISGLSDSpTSTPEPSNGDSP^ 341 

^ MPATffl^LLEKLITOTVPCIJjyrSTIPAEELTMSPSRS+AH GL+DSL + RP+NCT 

Sbjct 244 MPATQMLLEKMGTVPCUJDTSTIPAEELTraPSRSIANPGIJiroSIAWSSLRPANGDSPS 303 

Ouerv 342 HPYHRTFSPHFHHFVEQCLQRHPDARPSASTLLNHSPFKQIiCREASEALPELLRPVTPIT 401 

Sbjct 304 HPYHRTFSPHFHNFVEQCLQRNPDARPHASTLLHBSFPKQIKRRASEALPELLRPVTPIT 363 



Query 4vj.i +feGSQS^HSGi''gl™le+I,BOTDWE 
Sbjct 364 SFEGSQSQDHSGILGLVTKLEDLEVDDWEF 3 93 



Setect All l^t saiected seouences Distance tree of results Hiple alignmBpl 



http://blast.ncbi,nlm.mh.gov/Blast.cgi 
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